Protein identification using mass spectrometry is an important yet partially solved problem in the study of proteomics during the post-genomic era. The major techniques used in mass spectrometry are Peptide Mass Fingerprinting (PMF) and Tandem mass spectrometry (MS/MS). PMF is faster and economical compared with MS/MS and widely applicable in many fields. Our work focus on the method development for protein identification using PMF data and this work covers three subjects: (1) Protein Identification scoring function development: we developed the Probability Based Scoring 
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